. 82. rp AR I PR R 0l 2 i (R 2013 4E 1 HE57 #2451 3 Chin J Clinicians (Electronic Edition) , January 1,2013 . Vol.7,No. 1

- GRS -

3T BT 85 Bl e A 3L Sk R BRI
fiti % % O 1NLTE 22 5% miRNA 1Y 0 &
KA YAE B = oMy

BEIeT  FRBAR RR F4F
(BE] BE ik SFLICR RS (PTC) MR A T SR RERIDCAY LTS miRNAs, ik 1K

£ 18 GIFEIE RS PTC BE MIERRA, 200 A B 4L, A 20 9 i, J s Rkt ELA S 1 Thik %, B 40 9 1],
ML R AL TE T B E# . SR miRNA S ARG A 20 [ £ 2 57 1003 miRNAs, IF-284 W {5 B2 AW i 1
FIOGHZ D miRNA, £ 5 miRNA AR &30 A B WL M35 F] BAT 103525 5 (9 miRNAs 13 Ff
o5 Fh miRNAs 7€ B 41 4,8 F miRNAs 76 B A1 ™ 1H, AE91F 82400 ZBLMLE miR-106a MA%.0> miRNA,
S5 193 MR, 0 FF MAPK]1  ,MAP3K8 . MAP3K3 . MAP3K12 . MAP3K5 . MAP3K14 . MAP3K2 .
MAPK11 Z53E[H, 2530 PTC g Re AL AT T BRI RELL AR 135 5 I R b0 T HR IO RE 4L R 5 1
miRNAs 7776 522 5 ZEME RS AT T SR REAL AR 0% P 53 3 miR-106a A 4%.0> miRNA , 7] Bk
SR e T AR REA 5
[R&gim] HARMRME,  FURWRE,;  MREeRs;  URNAs

Screening and bioinformatic analyses of serum microRNAs in papillary thyroid carcinoma with lung
XUE Yan-li, QIU Zhong-ling, SONG Hong-jun, LUO Quan-
yong. Department of Postgraduate , Soochow University ,Suzhou 215006 , China

metastases based on iodine-131 uptake capacity

Corresponding author ; LUO Quan-yong ,Email :lgyn@ sh163. net
[ Abstract )

(PTC) patients with *'T-avid lung metastases and those with non-"" I-avid lung metastases , and to screen a serum

Objective To compare the differences in serum miRNAs between papillary thyroid carcinoma

miRNA relevant to ™' uptake in lung metastases from PTC. Methods We collected serum samples from 9 PTC
patients with "*'I-avid lung metastases (Group A)and 9 PTC patients with non-""'I-avid lung metastases ( Group B)
respectively ,and both groups were matched for age and sex ,without history of other tumors . The serum miRNAs were
profiled using miRNA chip technology and the difference between the two groups was compared . Bioinformatics
analysis was performed to screen the core miRNAs . Results A total of 13 serum miRNAs with statistically significant
differences were detected between Group A and Group B . Among them,5 miRNAs displayed high expression ,and 8
miRNAs showed low expression in Group B. Bioinformatics analysis showed that serum miR -106a was the core
miRNA. The miR-106a was involved in regulating 193 target genes, including MAPK1, MAP3KS8, MAP3K3,
MAP3K12,MAP3K5,MAP3K14 ,MAP3K2 ,MAPKI1 and et al. Conclusions The serum miRNAs were significantly
different between PTC patients with "' I-avid lung metastases and those with non-""'I-avid lung metastases. The miR-
106a,which was significantly increased in patients with non M eavid lung metastases , was the core miRNA. Serum
miR-106a might be associated with lung metastases losing the function of "*'T uptake.
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